Discovering motifs with transcription factor domain knowledge.
We introduce a new motif-discovery algorithm, DIMDom, which exploits two additional kinds of information not commonly exploited: (a) the characteristic pattern of binding site classes, where class is determined based on biological information about transcription factor domains and (b) posterior probabilities of these classes. We compared the performance of DIMDom with MEME on all the transcription factors of Drosophila with at least one known binding site in the TRANSFAC database and found that DOMDom outperformed MEME with 2.5 times the number of successes and 1.5 times in the accuracy in finding binding sties and motifs.